Xanthomonas campestris JX, a soil bacterium, is an industrially productive strain for xanthan gum. Here we present a 5.0-Mb assembly of its genome sequence. We have annotated 12 coding sequences (CDSs) responsible for xanthan gum biosynthesis, 346 CDSs encoding carbohydrate metabolism, and 69 CDSs related to virulence, defense, and plant disease.
X
anthan gum is a natural anionic polysaccharide and an important industrial biopolymer derived from the bacterial coat of Xanthomonas campestris (3) . It is made up of pentasaccharide subunits, forming a cellulose backbone with trisaccharide side chains composed of mannose(␤1,4)glucuronic-acid(␤1,2)mannose attached to alternate glucose residues in the backbone by ␣1,3 linkages (6) . This biopolymer is of great commercial significance because of its superior pseudoplasticity, thixotropy, viscosity, and biosafety (2, 4, 7) . Currently, it is widely used as a thickener or viscosifier in both food and nonfood industries and is used as a stabilizer for a wide variety of suspensions, emulsions, and foams (2) .
X. campestris is used in producing xanthan gum by fermentation, and its relevant fermentation conditions and metabolic pathways have been well studied (3-5, 8, 10) . However, there are still certain points that need to be investigated, such as the regulation of xanthan gum biosynthesis (8, 9, 11) . Moreover, X. campestris is a plant pathogen that can infect many plants, including those of agricultural interest (e.g., cabbage, alfalfa, and beans) (4) . Genomic analysis is a powerful approach to investigate bacterial genetics. For example, comparative genomics can be used to efficiently discover bacterial genetic features and to understand gene functions relevant to adaptation (9) . Therefore, investigation of X. campestris strains by using genome sequencing and bioinformatics is desired.
Since 2005, China has become one of the largest xanthan gum production bases in the world. The industrially productive strain X. campestris JX (CCTCC M2012178), which was isolated by Boying Jiang (Shangdong University) 25 years ago, has contributed to the gum industry. The isolated strain produced more than 20 g of xanthan gum per liter (unpublished data). Here we present the draft genome sequence of strain JX, which was obtained using the Illumina GA system. The reads were assembled with VELVET (12) , and the sequence was annotated using the RAST annotation server (1).
The sequence contains 5,023,003 bases, 4,323 predicted coding sequences (CDSs), and 55 RNAs with a GϩC content of 65%, which consists of 155 large contigs (Ͼ200 bp in size). A large gene cluster responsible for the xanthan gum biosynthesis was predicted, which consists of 14 open reading frames (ORFs), including gumB, -C, -D, -E, -F, -G, -H, -I, -J, -K, -L, and -M, a gene encoding a hypothetical protein, and a gene whose function is unknown, gumN, which is similar to that of other X. campestris strains (9) . Genes xanA and xanB, which are involved in xanthan gum biosynthesis, were also annotated. Meanwhile, 346 CDSs encoding carbohydrate metabolism were annotated, which should be further investigated for substrate utilization. There are 69 CDSs being annotated as the genes related to virulence, defense, and plant disease. About 5 CDSs were annotated as the genes encoding the BarA-UvrY (SirA) two-component system, which is responsible for regulation of virulence. Moreover, we annotated 23 CDSs related to capsular and extracellular polysaccharides, which also correspond to genes involved in virulence.
Nucleotide sequence accession numbers. This Whole Genome Shotgun project has been deposited at DDBJ/EMBL/GenBank under accession no. AJVO00000000. The version described in this paper is the first version, AJVO01000000.
